List of genes up-regulated in Tg mice by microarray RNA obtained from WT and Tg mice was pooled and used for microarray analysis as described in Methods. Hybridized signals outside the linear range were excluded, and values were normalized by the 75th percentile calculation. Genes with a calculated value less than 100 in Tg mice were deleted. Genes up-regulated more than 2.5 fold in Tg mice were listed. Pooled array data were confirmed by performing quantitative real-time RT-PCR with representative probes and similar increased was observed in all samples, indicating that microarray data represent the expression change in each group (data not shown).
